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Fig. 5 



Use genomic sequence information to design 
probes for a tiled genomic array. 



Synthesize oligonucleotides on a glass slide using 
ink-jet technology. 
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Isolate and label polynucleotide molecules from 
target cells or tissues. 






Hybridize labeled target polynucleotide molecules 
to the tiled genomic array. 




r 


Quantitate the hybridization signal intensity at each 
probe on the tiled genomic array. 
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Filter out hybridization signals caused by non- 
specific hybridization, cross-hybridization, or 
regions having a low information content. 



Analyze positive hybridization signals to determine 
intron-exon boundaries and gene structures. 
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Fig. 7A 
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Fig. 7B 710 
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Fig.7C 721 
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Fig. 15 




b Chromosome Size (Mb) c Predicted Exons 



d Confirmed Exons 
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